W
hole-genome sequences of the Campylobacter jejuni isolates NW and D2600 were determined by Illumina sequencing at the Genomics Technology Support Facility at Michigan State University. NW was isolated at Sparrow Hospital in Lansing, MI, from a patient returning from Kenya with acute gastroenteritis. Strain D2600 was also isolated from a patient with gastroenteritis and was provided to us from the Centers for Disease Control and Prevention, Atlanta, GA. In previous work using the C57BL/6 interleukin-10-deficient (IL-10 Ϫ/Ϫ ) mouse model, these isolates colonized mice stably for 30 days but were unable to produce enteritis (1) . Three other C. jejuni strains, including NCTC11168, that were tested in parallel both produced enteritis during initial infection and increased in virulence after a single passage in mice, while strains NW and D2600 did not (1) . Virulent strains (such as NCTC11168) induce an inflammatory response that results in diarrhea, enlarged ileocecocolic lymph node, thickened colon and cecum wall, and occasional hemorrhagic enteritis (1, 7). The increased virulence of NCTC11168 during serial passage in mice was associated with mutations in genes containing hypermutable homopolymeric tracts, or contingency loci (6) .
Paired-end (with an insert size of approximately 200 nucleotides [nt]), 75-cycle reads were assembled using Velvet v1.1.04 (12) to generate 1,622,415 bases in 56 contigs for D2600 and 1,652,701 bases in 60 contigs for NW. It was necessary to limit homopolymeric guanine tracts to a length of eight in the sequence reads before assembly because ubiquitous indel mutations led to the splitting of contigs at these tracts during assembly.
The average GϩC contents were 30.31% and 30.46% for NW and D2600, respectively. Annotation of the contigs was done using the NCBI Prokaryotic Genomes Automatic Annotation Pipeline (http://www.ncbi.nlm.nih.gov/genomes/static/Pipeline .html) and yielded 1,619 and 1,690 potential protein-coding regions in the D2600 and NW genomes, respectively. The NW genome is similar in gene content and order to those of the sequenced strains RM1221 and S3, which were both isolated from chickens in the United States. RM1221 contains four Campylobacter jejuni insertion elements (CJIE1 through CJIE4) (3, 9) , of which S3 contains parts of CJIE1 and CJIE4 (2) . The NW genome contains a sequence from only one insertion element, CJIE3.
Contingency loci are defined by homopolymeric guanine tracts greater than seven bases in length in the C. jejuni genome (6, 10) , and an initial search for these tracts showed that the genomes of NW and D2600 contain 21 and 26 contingency loci, respectively. Notably, strain D2600 contains the genes encoding a class B lipooligosaccharide (LOS) structure (4, 8) , and a homopolymeric guanine tract is present within the ␣-2,3-sialyltransferase gene cstII. This tract leads to the variable expression of sialylated LOS (5) and is intriguing considering the association of LOS sialylation and the development of postinfection autoimmune neuropathy (5, 11 ). An analysis of changes to the NW and D2600 genomes resulting from mouse passage is ongoing.
Nucleotide sequence accession numbers. This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession numbers AGTE00000000 and AGTF00000000 for NW and D2600, respectively. The versions described in this paper are the first versions, AGTE01000000 and AGTF01000000, respectively. Illumina reads were deposited at the NCBI Sequence Read Archive (accession numbers SRP011087 and SRP011088).
